Around 20% of meningiomas histologically benign may be clinically aggressive and recur. This strongly affects management of meningioma patients. There is a need to evaluate the potential aggressiveness of an individual meningioma. Additional criteria for better classification of meningiomas will improve clinical decisions as well as patient follow up strategy after surgery. The aim of this study was to determine the relationship between gene expression profiles and new metabolic subgroups of benign meningioma with potential clinical relevance. Forty benign and fourteen atypical meningioma tissue samples were included in the study. We obtained metabolic profiles by NMR and recurrence after surgery information for all of them. We measured gene expression by oligonucleotide microarray measurements on 19 of them. To our knowledge, this is the first time that distinct gene expression profiles are reported for benign meningioma molecular subgroups with clinical correlation. Our results show that metabolic aggressiveness in otherwise histological benign meningioma proceeds mostly through alterations in the expression of genes involved in the regulation of transcription, mainly the LMO3 gene. Genes involved in tumor metabolism, like IGF1R, are also differentially expressed in those meningioma subgroups with higher rates of membrane turnover, higher energy demand and increased resistance to apoptosis. These new subgroups of benign meningiomas exhibit different rates of recurrence. This work shows that benign meningioma with metabolic aggressiveness constitute a subgroup of potentially recurrent tumors in which alterations in genes regulating critical features of aggressiveness, like increased angiogenesis or cell invasion, are still no predominant. The determination of these gene expression biosignatures may allow the early detection of clinically aggressive tumors.
Introduction
Meningiomas are common Central Nervous System tumors that arise from the leptomeningeal covering of the brain and spinal cord and account for around 20% of all central nervous system tumors. These tumors show a remarkably wide biologic and histological heterogeneity. They are often considered benign tumors curable by surgery. The current standards for diagnosis of meningiomas are clinical and pathological findings. The World Health Organization (WHO) classifies meningiomas into three histological grades: grade I (benign), grade II (atypical), and grade III (anaplasic) in accordance with the clinical prognosis [1] . Atypical and anaplasic meningiomas constitute the most clinically aggressive forms and often recur. However, around 20% of meningiomas histologically benign may also be clinically aggressive and recur [2] . In absolute numbers, most recurrent meningiomas correspond to histological benign tumors. This strongly affects management and follow up strategy of meningioma patients. There is a need to evaluate the potential aggressiveness of an individual meningioma.
Genetic characterization of meningiomas has some value in the sub classification and management of meningiomas. The genesis of meningiomas has been associated with loss of genetic material on chromosome 22 . Monosomy of this chromosome is the most common genetic alteration in meningioma and was one of the first cytogenetic alterations described in solid tumors [3, 4] . Loss of 1p and alterations in chromosome 14 are present in many atypical meningioma [5] . Losses in 6q, 10 and 18q and gains on 1q, 9q, 12q, 15q, 17q and 20q are also common in atypical meningioma [6] . Recent studies show that benign meningiomas with alterations in chromosome 14, among others, may be clinically aggressive and recur [7] . Although these genetic markers provide the basis for meningioma subclassification, the determination of phenotypic markers of aggressiveness before clinical progression is essential for choosing the follow up strategy of the individual meningioma patient. The next generation of hallmarks of cancer include reprogramming of energy metabolism as a major driver of tumor progression [8] . This reprogramming affects metabolic pathways essential for tumor growth and survival, like the Kennedy pathway, the anaerobic glycolysis, the fatty acids oxidation and the production of cell antioxidants. A recent study shows that the measurement of a metabolic phenotype in primary tumor tissue specimens simultaneously to the histopathology analysis may allow the early detection of metabolically aggressive tumors. Metabolically aggressive tumors exhibit higher levels of metabolites associated to the aforementioned pathways, among others. Based on this metabolic aggressiveness, it is possible to define new molecular subgroups of benign meningioma [9] .
Gene expression profiling by oligonucleotide microarrays allow the screening of thousands of genes simultaneously. Several studies reported microarray analysis of meningiomas in the past with different aims, microarray platforms and statistical approaches [10] [11] [12] [13] . The result of such a variety of approaches is no shared genes deregulated in all these studies. One possible reason for these results may be the existence of different molecular subgroups of meningioma. The intrinsic variation of aggressiveness and genetic alterations within benign meningioma highly impacts the statistical results of molecular studies on meningioma. Perez-Magan et al. compared previously reported gene expression profiles associated with meningioma progression and detected a profile potentially associated with recurrence. The final candidate genes were extracted from 4 original tumors that recurred later out of a total of 44 meningiomas with microarray gene expression data. In this context, the use of molecular phenotypic criteria for the determination of meningioma subgroups would help in obtaining more robust gene expression profiles. The determination of these profiles combined with other markers of molecular aggressiveness may also aid in determining the aggressiveness of surgical resection and the necessity of combined radiation therapy.
The aim of this study was to determine the relationship between gene expression profiles and new metabolic subgroups of benign meningioma. We obtained molecular profiles in 40 benign and 14 atypical meningioma tissue samples by performing metabolic, cytogenetic and gene expression analysis. Based on recently published criteria for molecular classification, we detected benign meningioma molecular subgroups and explored differential gene expression between them.
Methods

Tumor Material
Fifty-four human meningiomas biopsies were obtained at the Department of Neurosurgery of the Clinical University Hospital of Valencia. This study was reviewed and approved by the Clinical University Hospital of Valencia.ethics committee. Patients gave written informed consent for participating in the study. During surgery, most of the resected tissue was sent for routine histological analysis, some fresh tissue was kept in culture media for cytogenetic studies, and the remainder was immediately put in cryogenic vials and snap-frozen in liquid nitrogen. All snap-frozen samples were stored in a freezer at 280 C until further analysis. All samples used for histopathological examination were fixed in neutral-buffered formalin, embedded in paraffin, sectioned and stained with hematoxylin-eosin. Tumors were classified according to the 2007 WHO Histological Classification [1] . Grade II meningioma were classified according to previously published criteria [2] , including high mitotic index and three out of five markers of atypia.
Cytogenetics
Cytogenetic analyses were performed by short-term culture of the tumors. Fresh tumor samples were disaggregated with 2 mg/ mL of collagenase II. The cells were seeded in flasks using RPMI-1640 medium supplemented with 20% fetal bovine serum, Lglutamine, and antibiotics. The cells were processed after 72 h of culture by a standard technique [5] . Air dried slides were banded by trypsin-Giemsa. Karyotypic analyses were performed according to International System for Human Cytogenetics (ISCN) [14] .
Fluorescence In Situ Hybridization
The samples of meningioma used for Florescence In-itu Hybridization (FISH) analysis were studied by tissue microarrays (TMA). We removed four 0.6-mm cores from the corresponding areas on the paraffin block in each case, using the Beecher Instruments Manual Tissue ArrayerI (Beecher Instruments, Sun Prairie, WI, USA). For the investigation of chromosome abnormalities by iFISH the probes LSI 22q12, LSI 1p36/LSI 1q25 and LSI t(11;14) IGH/CCND1 (Vysis Inc; Downers Grove,IL) were used.
Hybridizations were performed according to the instructions that accompany the probe. Counterstaining of nuclei was carried out using 49,6-diamidino-2-phenylindole (DAPI). The fluorescent signal was detected using a photomicroscope Axioplan 2 and Axiophot 2 (Zeiss) equipped with a set of the appropriate filters. For each hybridization, green and orange signals were counted in the four regions of a total of 100-200 non-overlapping nuclei. An interpretation of deletion or imbalance was made when .20% of the nuclei harbored these alterations [15, 16] . Cutoffs for deletions were based on the frequencies of signals for the same probes in non-neoplastic brain controls (median+-3 ) and ranged from 14 to 21% for chromosome 1, from 16 to 22% for chromosome 14, and from 15 to 20% for monosomy 22. We considered deletion when appeared one or less signal for chromosome with respect to the signal of control (ratio 0/1, 0/2, 1/2, 1/3…) and we considered normal with the probes used present a ratio 2/2.
Metabolic Profiles
Metabolic profiles were measured in 54 meningioma samples using Nuclear Magnetic Resonance (NMR) spectroscopy as described elsewhere [9] . In summary, the tissue sample for NMR spectroscopy was split from the whole frozen tumoral mass submerged in liquid nitrogen. The mean sample weight was 26610 mg. All NMR spectra were recorded in a Bruker Avance DRX 600 spectrometer (Valencia, Spain) operating at a 1 H frequency of 600.13 MHz. For all experiments, samples were spun at 5000 Hz to keep the rotation sidebands out of the acquisition window. In order to minimize the effects of tissue degradation, which would alter the metabolite composition of the biopsy, all NMR spectra were acquired at this temperature of 277K. A singlepulse pre-saturation experiment was acquired in all the samples. Immediately after the measurement, the samples were fixed in formalin for subsequent histopathological examination and for tumor content assessment by an expert pathologist. All NMR spectra were processed using MNova 5.3 (MestreLab S.A., Santiago de Compostela, Spain) and transferred to MATLAB (MathWorks Inc, 2006) using in-house scripts for data analysis. Spectral signal integration by peak-fitting algorithms over relevant resonances provided relative levels of the corresponding metabolites. Only those signals with peak-fitting residual error lower than 10% were used in the study. Statistical significance of the differences was calculated by the Sudent's t-test. The level of significance was set at p#0.05.
RNA Extraction and RNA Integrity Control
Total RNA from frozen tissue of different groups was extracted using a mirVANA miRNA Isolation Kit (Ambion, AMBION INCNTHE RNA COMPANY, Austin) and concentration was quantified with the Genequant Pro Classic spectrophotometer by measuring the extinction at 260 nm. Additionally, the OD260/ 230 and the OD260/280 ratio showing RNA purity were examined. The quality was verified by using the Agilent 2100 BioAnalyzer with ''Eukaryote total RNA Nano Assay'' (Agilent Technologies).The RNA integrity number (RIN) served as RNA integrity parameter (selection criteria RIN $7.0).
Gene Expression Microarray Analysis
The GeneChip Human Genome U133 plus2.0 Array containing over 47,000 transcripts and variants, and represent over 39,000 well-characterized human genes (Affymetrix, Santa Clara, CA, USA) was used for microarray analysis. The fragmentation of biotinylated cRNA derived from 300 ng of total RNA was used to hybridize to GeneChips. The hybridization cocktail was incubated overnight at 45uC while rotating in a hybridization oven. After 16 h of hybridization, the cocktail was removed and the arrays were washed and stained in an Affymetrix GeneChip Fluidics Station 450, according to the Affymetrix-recommended protocol. The distribution of fluorescent material on the array was obtained using GeneChip Scanner 3000 7G (Affymetrix, Santa Clara, CA, USA). GeneChip Operating Software supplied by Affymetrix was used to generate.CEL files and were analyzed and statistically filtered using software Partek Genomic Suite 6.4 (Partek Inc., St. Louis, MO, USA). Input files were normalized with the robust multi-chip average (RMA) algorithm for gene array. To narrow the list of relevant genes, we applied a restrictive filtering algorithm using a combined criterion, which required both a fold change absolute value of 2 or higher and a statistical significance of p,0.005 between subgroups. A Benjamini-Hochberg step-up false discovery rate procedure was also used with a final maximum FDR value of 0.005 (See Table 1 ).
Functional Annotation Clustering of Differentially Expressed Genes
Over-represented common gene ontology Biological Function categories and clusters were identified in groups of differentially expressed genes using the Database for Annotation, Visualization and Integrated Discovery (DAVID v 6.7) [17, 18] . The analyses from each contrast were compared for recurring functional themes.
Real-time RT-PCR Validation
The levels of expression of selected genes were quantified using real-time reverse transcription polymerase chain reaction (RT-PCR) analysis. Briefly, 300 ng total RNA was reverse transcribed with High Capacity RNA-to-cDNA Master Mix (Applied Biosystems). The genes were amplified using commercially available Taqman probes (Applied Biosystems, see Table S3 ) or custom Taqman probes designed using Primer Express software, version 2.0 (Applied Biosystems). The Taqman Gene Expression kit (Applied Biosystems) was used for real-time PCR analysis. The relative differences in expression between groups were expressed using cycle threshold (Ct) values and the DDCt method [19] as follows. The Ct values of the genes were first normalized with glyceraldehyde 3-phosphate dehydrogenase of the same sample. Assuming that the Ct value is reflective of the initial starting copy and that there is 100% efficiency, a difference of one cycle is equivalent to a twofold difference in starting copy. Means and standard deviations (n = 4) for RT-PCR data were calculated. Statistical significance of the differences was evaluated by the Mann-Whitney test. The level of significance was set at p#0.05.
Results
Tumor Characteristics and WHO Grades
The clinical metadata and histological findings for the fifty-four samples analyzed are reported in Table S1 . All 54 meningioma samples studied here were classified into WHO meningioma grades I (40 cases) and grade II (14 cases) according to histopathological evaluation. Combined metabolic profiling, cytogenetics and FISH data for 34 of these meningiomas was previously reported [9] Patients were followed up for evaluating recurrence after surgery. Karyotyping was obtained in 37 cell cultures from 54 different cases. Sample material was adequate for FISH studies in 42 cases. All cases without chromosomal aberrations belonged to the histological grade I meningioma group (see Figure S1 in File S1). All cases with alterations in chromosome 22 as the only chromosomal anomaly were also of histological grade I. According to FISH chromosomal analysis, only 16% (5 out of 32) of benign meningiomas are 21p whereas this percentage rises to 70% (7 out of 10) in atypical meningioma (two-tailed Fisher test p-value of 0.023). All cases containing alterations in chromosome 14 were of histological grade II. Additionally, all grade II meningiomas showed a complex karyotype with 6 of them showing chromosomal alterations different to 21p, 222 and/or 214.
Subgroups of Benign Meningioma
Cytogenetics and FISH analysis ( Figure S1 in File S1) showed two clearly differentiated groups within the histopathological benign meningioma samples. These groups have been reported to have different metabolic behavior (benignA and benignB meninigioma [9] ). According to these studies, classification of tumors in the benignB subgroup required the existence of chromosomal abnormalities detected either by FISH or by cytogenetics and/or levels of three out of four of the most representative metabolites (choline, lactate, taurine and fatty acids) within 2 standard deviations of the values for atypical meningioma reported. The benign tumors that did not fulfill these criteria were included in the benignA subgroup. The levels of choline, taurine, lactate and fatty acids were used to evaluate the degree of metabolic aggressiveness in the different subgroups ( Figure 1) . No other molecular correlation was detected with respect histological subtypes of benign meningioma, tumor location or tumor size (see Table S1 ). The metabolic profile of these samples allowed the detection of a subgroup of benign meningioma with metabolic aggressiveness and metabolism closer to atypical tumors. The metabolic profile of metabolic aggressiveness includes higher levels of phospholipids precursors, by-products of energy metabolism and cell antioxidants [9] . The meningioma subgroup benignA, containing 20 meningiomas, is defined by low metabolic aggressiveness and alterations in chromosome 22 as the only, if any, chromosomal anomaly. The meningioma subgroup benignB, which contained 20 meningiomas, includes tumors of histological grade I with additional chromosomal alterations. This meningioma subgroup exhibited higher metabolic aggressiveness than the subgroup benignA. In addition, metabolic levels in benignB meningioma were similar to those detected in atypical meningioma, suggesting increased clinical aggressiveness potential.
Recurrence at 4 years was evaluated in a subset of 9 benignA, 11 benignB and 8 atypical meningioma patients for a preliminary assessment of potential clinical implications of these subgroups (see Table 1 . Fold-change and statistical significance for genes differentially expressed between benignA and benignB meningioma subgroups. Figure 2 and Table S1 ). None of these patients with benignA meningioma exhibited recurrence after 4 years. Fifty percent (6 patients out of 11) of the patients with benignB meningioma show tumor recurrence in the 4 years after surgery. Ten out of eleven patients with atypical meningioma show tumor recurrence in the 4 years after surgery. The difference in tumor recurrence between benignA (none out of 9) and benignB (6 out of 11) meningioma was statistically significant (two-tailed Fisher test, p value 0.014). Gene expression differences between benignB meningiomas with and without recurrence were not significant.
Genes Differentially Expressed in Meningioma Subgroups
We examined expression profiles in benign and atypical meningioma for detecting gene markers of metabolic aggressiveness in benign meningioma. Only those tumors with sufficient fresh tissue remaining after diagnostic histopathology and metabolic profiling were selected for microarray expression profiling. Nineteen meningioma samples (7 benignA, 8 benignB and 4 atypical) underwent GeneChip analysis (data is available at http:// www.ebi.ac.uk/arrayexpress/, accession code E-MEXP-3586). Four out of eight benignB meningioma analyzed showed recurrence after 4 years. We identified 59 genes differentially expressed between benignA and benignB meningioma subgroups (Table 1 and Figure 3A ) and 163 genes differentially expressed between meningioma subgroups benignA and atypical (Table S2 and Figure 3B ). The hierarchical clustering of the tumor samples according to these gene subsets showed that the gene signature of the benignB meningioma subgroup is between benignA and atypical meningioma. However, the distribution of samples, with more intermixing between benignB and atypical meningioma samples, suggests a profile closer to the atypical meningioma than to the benignA meningioma subgroup.
The number of genes differentially over-expressed in the different subgroups with respect the benignA meningioma was 46 in benignB meningioma (Table 1 ) and 136 in atypical meningioma (Table S2 ). Among them, IGF1R, MutS protein homolog 5 (MSH5), La-related protein 2 (LARP2), Growth arrestspecific protein 2 (GAS2), Fatty acid-binding protein, epidermal (FABP5) and probe 230781_at were over-expressed in benignB with respect benignA meningiomas with a fold change higher than 3. On the other hand, 13 genes in benignB meningioma (Table 1) and 27 genes in atypical meningioma (Table S2) were underexpressed with respect benignA meningioma. Homeobox protein Hox-B3 (HOXB3), LIM domain only protein 3 (LMO3), Homeobox protein Hox-B6 (HOXB6), Homeobox protein Hox-A3 (HOXA3) and DNA-binding protein inhibitor ID-2 (ID2) showed higher under-expression in benignB with respect benignA meningiomas with a fold change lower than 23. LMO3 was the gene showing the highest combined under-expression in both benignB and atypical meningioma with respect benignA meningioma. Probeset 230781_at exhibited the highest over-expression in both benignB and atypical meningioma with respect benignA meningioma. Some of the genes differentially expressed between subgroups were directly related to the metabolites selected for the evaluation of metabolic aggressiveness ( Figure S2 in File S1).
Previous studies reported differential gene expression profiles in meningioma subtypes. However, the lists of genes differ significantly among the studies. A recent report used multiple data sets and restrictive criteria to identify genes differentially expressed between grade I benign and grade III anaplasic meningiomas [12] . Perez-Magan et al [13] also reported an association between meningioma recurrence and genes in transforming growth factorb (TGF-b pathways. We evaluated the expression of the reported genes in our subgroups to explore the validity of these markers in the determination of metabolic aggressiveness in benign and atypical meningioma. Most of these genes exhibited statistically significant differences between the benignA and atypical meningioma subgroups (Table S2) . None of them exhibited statistically significant differences between benignA and benignB meningioma.
Analysis of Selected Genes by Real-time RT-PCR
Four genes were selected for further analysis by real-time RT-PCR in 12 of the analyzed samples for technical validation. We selected LMO3 and 230781_at because they show the highest under-expression and over-expression respectively in both benignB and atypical meningioma with respect benignA meningioma. We also selected IGF1R and ID2 because they were the most statistically significant genes in the sub-network most enriched (sub-network of expression targets of Transforming growth factor beta 1, TGFB1, Figure S3 in File S1) by the 59 genes differentially expressed between subgroups. Figure 4 shows the relative expression levels, measured by RT-PCR, for genes LMO3, ID2, IGF1R and the 230781_at probeset in benignA, benignB and atypical meningioma subgroups. The real-time RT-PCR data confirmed significantly higher mRNA levels of IGF1R in benignB with respect benignA meningioma. In line with the microarray data, real-time RT-PCR also showed statistically significant underexpression of LMO3 and ID2 in benignB and atypical meningi- oma with respect benignA meningioma. In fact, real-time RT-PCR results suggest much more decreased expression of LMO3 in benign and atypical meningioma than that extracted from the microarray multi-probe data.
Discussion
Based on clinical and pathological findings, most meningiomas are considered slow-growing tumors surgically curable. Aggressiveness in meningioma is based solely on WHO grade and morphological parameters. However, up to 20% of the histologically benign meningiomas recur unexpectedly, even after complete resection, posing a challenge to the management of these tumors [2] . There is a need for identification of meningioma subgroups beyond conventional histological subtypes. A molecular definition of aggressiveness may provide additional criteria for the diagnosis of meningioma. Recent studies demonstrate more aggressive metabolism in meningiomas with chromosomal instabilities regardless of their histological grade [9] . Our results show that this subgroup of benign meningiomas with aggressive metabolism has a distinct gene expression profile and, more importantly, correlations with tumor recurrence. This gene expression profile partially resembles that of atypical meningioma. This subgroup of benign meningioma with both metabolic and gene expression profiles close to atypical meningioma exhibit higher rates of tumor recurrence than other benign meningioma.
Biochemical and metabolic changes of any cell population precede morphological and cellular changes. The detection of these molecular changes may help in the identification of new molecular subgroups for better management of the tumor patient.
In this study, the use of molecular and genetic criteria for the definition of target subgroups provided differential expression levels with high statistical significance. These target subgroups exhibited statistically significant differences in tumor recurrence rates. Gene expression microarray technology allowed us to detect gene markers of metabolic and clinical aggressiveness in benign meningioma.
Cancer cells use an altered metabolism compared with that of normal differentiated adult cells in the body [20] . Tumors have high requirements for energy, substrates to grow and divide, and control of the redox potential and reactive oxigen species in the cell. The levels of all these metabolites establish the biosignature of what is called metabolic aggressiveness [9] . A tumor metabolically aggressive shows increased energy demand, higher hypoxic conditions, increased membrane turnover and cell proliferation and increased resistance to apoptosis. Although these changes are probably unspecific for many tumors, they represent a robust way to detect metabolically aggressive tumors. The gene expression profile of benign meningioma with aggressive metabolism reported here shows that some of the genes directly related to these metabolic processes are also altered. Choline-kinase beta gene expression (CHKB, Figure S2 in File S1) progressively increased in parallel to choline levels (Figure 1) , suggesting increased choline phosphorylation in metabolically aggressive tumors. Phosphocholine and choline compounds are well established proliferation markers. Fatty acid binding protein 5 (FABP5) shows also increased expression for both benignB and atypical meningioma subgroups with respect benignA meningioma. This suggests increased mobilization of fatty acids, in line with the levels of fatty acids detected in the corresponding metabolic profiles. Similarly, Taurine up-regulated gene 1 (TUG1) exhibits higher expression levels in both benignB and atypical meningioma with respect benignA meningioma. Taurine is a metabolite essential in the response to stress and acts as a cellular antioxidant under certain conditions [21] . Previous studies suggest a potential antiapoptotic role for taurine [22] .
Growth factor receptors are over-expressed in many cancers [23] . Receptor over-expression may enable the cancer cell to become hyper-responsive to ambient levels of growth factors. Among the different growth factor, insulin-like growth factors (IGF) have important roles in cancer [24] . The IGF1R is a multifunctional tyrosine-kinase, which plays relevant roles in cell proliferation, differentiation, DNA repair, protection against apoptosis and, of course, metabolism. Previous studies suggest that the differential expression of IGF1R may be important in autocrine stimulation of brain tumor cell growth [25] . A recent study showed that inhibitors of IGF1R may have anti-tumoral effects in benign meningioma [26] . Our results by gene expression microarrays and real-time RT-PCR show that IGF1R is closely related to metabolic aggressiveness in histological benign meningioma but not in atypical meninhioma. IGF1R is over-expressed in the benign meningioma subgroup with higher rates of membrane turnover, higher energy demand and increased resistance to apoptosis (Figure 4) . In atypical meningioma, on the contrary, levels of IGF1R are similar to those detected in the benign meningioma subgroup with lower metabolic aggressiveness. The interpretation of this fact is far from simple. The factors that influence IGF1R tumorigenic effects are not fully understood. For example, in the absence of insulin receptor substrate 1 (IRS1), IGF1R transmits a signal that promotes differentiation [27] . A microarray study on meningioma grade reported increased expression of IGF pathway genes, namely IGF2, IGFBP3 and AKT3, in meningiomas with losses on chromosomes 10 and 14 [28] . It seems that meningiomas progress by activating the IGF pathway among others. However, the way this is achieved in the benignB subgroup is different to that in atypical meningioma. Evidently, more research is needed to further clarify this result. Overall the differential expression observed for other genes downstream of insulin and insulin growth factors pathways suggests a central role in the development of metabolic aggressiveness in histological benign meningioma.
In this study, the gene showing the highest over-expression in correlation with metabolic aggressiveness belongs to a microarray probeset without annotation (230781_at). Sequence alignment of its target sequence reveal high homology with the hARD2 gene, as previously suggested [29] . hARD2 is a gene involved in several processes critical for tumor progression, like activation of hypoxia inducible factors [30] . Although RT-PCR analysis revealed that this probeset does not represent the hARD2 gene, the high sequence homology detected suggests a potential similar function for the hypothetical protein expressed by the 230781_at gene. Interestingly, this same probeset was reported as differentially expressed between genders in the course of normal brain aging [29] . Meningiomas are more common in females than in males. These facts suggest a potential additional role for the gene represented in probeset 230781_at in meningioma progression and deserves further investigation.
The use of curated databases, like Gene Ontology (GO) [31] , for assigning functional categories to significant genes provides insight into gene classes and signaling pathways. We applied pathway analysis and GO functional annotation to genes differentially expressed between meningioma subgroups ( Figure 4 and Figure S4 in File S1). Interestingly, the subnetwork most represented by the list of 59 genes reported here corresponds to the target gene of TGF-b. Previous studies have associated tumor recurrence and other genes closely related to this pathway [13] . TGF-b signaling also seems to have an inhibitory effect on meningioma proliferation [32] . Most populated GO categories in the comparison between subgroups are represented in Figure 4 . Genes affecting regulation of transcription constitute the main difference between subgroups of benign meningioma ( Figure 5A ). Among all transcription factors, LMO3 showed the highest differences between benignA meningioma and more aggressive benignB and atypical meningioma (Figure 4) . LMO3 belongs to the LIM-only group of transcriptional regulators, which have been implicated in cancer through its interactions with other transcription factors [33] [34] [35] . Although some studies report an oncogenic role for LMO3 in neuroblastoma, our results suggest that, in meningioma, this is only the case in the more benign forms. ID2 is another gene, closely related to transcription factors, which is highly down-regulated in metabolically aggressive meningioma (Figure 4) . ID proteins are inhibitors of basic helix-loop-helix transcription factors and generally stimulate cell proliferation and inhibit differentiation [36] . However, previous works show that ID2 acts as an important protein for the maintenance of a differentiated and noninvasive phenotype in normal and transformed breast cells [37] . Regulation of transcription is represented to a much lesser degree in the differences between benignA and atypical meningioma than between benignB and atypical meningioma. The GO distribution for the differences between meningioma subgroups also include classes directly related to tumor vascularization and invasion, like angiogenesis, cell migration and cell adhesion. These classes are predominant in the differences between benignA and atypical meningioma but not in the differences between benignA and benignB meningioma. This GO distribution suggests that, first, regulation of transcription is an essential process in the development of metabolic aggressiveness in meningioma, and second, the activation of genes involved in vascularization and invasion is critical for meningioma progression towards higher histological grades.
Conclusions
In summary, this study provides gene expression biosignatures of metabolic and clinical aggressiveness in histological benign meningioma. To our knowledge, this is the first time that distinct gene expression profiles are reported for benign meningioma molecular subgroups with clinical correlation. Our results show that metabolic aggressiveness in otherwise histological benign meningioma proceeds mostly through alterations in the expression of genes involved in the regulation of transcription, mainly the LMO3 gene. Genes involved in tumor metabolism, like IGF1R, are also differentially expressed in meningioma subgroups with higher rates of membrane turnover, higher energy demand and increased resistance to apoptosis. This work shows that there is a close link between metabolic aggressiveness, rates of tumor recurrence and regulation of transcription in meningioma progression.
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